MYH9
including SNPs not typed on our cohorts, and not appearing in our association analysis.
Since there has been essentially no recombination across MYH9 since African-European admixture, the YRI haplotypes are a plausible approximation for actual MYH9 haplotypes carried by African-Americans, and in particular the extensions of the short rs7285745, rs5750250, and rs3830104 haplotypes are likely represented of the extended haplotypes carried by subjects with these haplotypes.
The YRI haplotypes that extend from protective haplotype 2 may be seen to differ radically from those that extend from protective haplotype 3. The SNPs constituting haplotype block E, from the original MYH9 association report, are shown in blue; the most strongly associated SNPs (constituting haplotype S-1) in bold. Boxes indicate the most frequent YRI haplotypes for each haplotype group, which were used in the analysis of allele-specific variation of predicted splice sites (Supp. Fig. 2 ).
The rs7285745-rs5750250-rs3830104 haplotypes were chosen to define the extended block first because the most frequent haplotype for these SNPs had the strongest FSGS association of any haplotype formed from contiguous SNPs in our analysis, and second because the two frequent protective haplotypes of these SNPs clearly delineate two radically different extended haplotypes-unlike the alternate protective haplotypes formed from the SNPs rs5750248-rs2413396-rs5750250.
Supplemental Figure 2:
Predicted strengths of donor and acceptor slice motifs, for the most frequent MYH9 YRI haplotypes for each of haplotype groups 1, 2, and 3 (Supp. Fig.   1 ). Arrows show possible substitutions of alternative splice sites, potentially affected by disease-associated MYH9 genetic variants.
2A:
For the protective alleles for rs4821480, the acceptor motif at coordinate 35025173 has nearly identical strength as the standard acceptor for the start of exon 24, while the for the risk allele the strength of the alternate allele is much less, suggesting that alternative splicing may occur for the protective allele but be abrogated by the risk allele.
The alternative splicing introduces two stop codons, which would truncate the MYH9 protein.
2B:
The susceptible allele for rs2413396 reduces difference in splice motif strength between standard donor at end of exon 14 and alternate donor within the exon, possibly increasing the likelihood of substitution of the alternate donor. Substitution of the alternate donor (arrow) would remove 93 base pairs from exon 14. Supplemental Figure 2B 
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